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Genome Statistics 
Genome Statistics under Compare Genomes is consist of 2 parts: 

 Summary Statistics, which shows the count of all genomes in IMG; 

 General Statistics, which shows statistics per genome. 

Summary Statistics 
Summary statistics shows the total count of coding bases, scaffolds and genes in the IMG database. The 

statistics in IMG/M ER shows the total counts of all public and private genomes. Therefore, the numbers 

of genes and scaffolds a general user can access are less than the total counts shown on this page. 

The statistics also shows the breakdown of protein coding genes based on various functional 

annotations such as COG and Pfam (see Figure 1). 

 

Figure 1. Summary Statistics: The left hand side shows the first part of the summary statistics, and the 

right hand side shows the second part of the statistics (scroll down the window to view it). 



General Statistics 
General statistics shows statistics per genome. Only the genomes that a user has access to will be 

displayed. The default display only shows domain, sequencing status, genome name, total gene count, 

GC percentage and total number of bases per genome (as shown in Figure 2(i)). Users can scroll down to 

find the Configuration section to add more statistics fields to the table display (Figure 2(ii)). To add 

additional fields to the display, first select fields of interest, and then click the "Display Genomes Again" 

button below the field selection. It is also possible for users to export the statistics table (see Figure 2(ii)) 

or to select genomes of interest to be added to the Genome Cart for further analysis. 

 

Figure 2. General Statistics. 

 


